Global biogeographic patterns in bipolar moss species by Biersma, Elisabeth M. et al.
rsos.royalsocietypublishing.org
Research
Cite this article: Biersma EM, Jackson JA,
Hyvönen J, Koskinen S, Linse K, Griffiths H,
Convey P. 2017 Global biogeographic patterns
in bipolar moss species. R. Soc. open sci.
4: 170147.
http://dx.doi.org/10.1098/rsos.170147
Received: 21 February 2017
Accepted: 8 June 2017
Subject Category:
Biology (whole organism)
Subject Areas:
evolution/genetics/biogeography
Keywords:
bipolar disjunction, bryophyte, Polytrichaceae,
Polytrichastrum
Author for correspondence:
E. M. Biersma
e-mail: elibi@bas.ac.uk
Electronic supplementary material is available
online at https://dx.doi.org/10.6084/m9.
figshare.c.3810559.
Global biogeographic
patterns in bipolar
moss species
E. M. Biersma1,2, J. A. Jackson2, J. Hyvönen3,
S. Koskinen4, K. Linse2, H. Griffiths1 and P. Convey2,5
1Department of Plant Sciences, University of Cambridge, Downing Street, Cambridge
CB2 3EA, UK
2British Antarctic Survey, Natural Environment Research Council, High Cross,
Madingley Road, Cambridge CB3 0ET, UK
3Finnish Museum of Natural History (Botany) and Viikki Plant Science Centre,
Department of Biosciences, University of Helsinki, PO Box 7, Helsinki FIN-00014,
Finland
4Department of Biochemistry, University of Turku, Turku, 20014, Finland
5National Antarctic Research Center, Institute of Graduate Studies, University of
Malaya, 50603 Kuala Lumpur, Malaysia
EMB, 0000-0002-9877-2177; PC, 0000-0001-8497-9903
A bipolar disjunction is an extreme, yet common,
biogeographic pattern in non-vascular plants, yet its
underlying mechanisms (vicariance or long-distance dispersal),
origin and timing remain poorly understood. Here, combining
a large-scale population dataset and multiple dating analyses,
we examine the biogeography of four bipolar Polytrichales
mosses, common to the Holarctic (temperate and polar
Northern Hemisphere regions) and the Antarctic region
(Antarctic, sub-Antarctic, southern South America) and
other Southern Hemisphere (SH) regions. Our data reveal
contrasting patterns, for three species were of Holarctic origin,
with subsequent dispersal to the SH, while one, currently
a particularly common species in the Holarctic (Polytrichum
juniperinum), diversified in the Antarctic region and from
here colonized both the Holarctic and other SH regions. Our
findings suggest long-distance dispersal as the driver of bipolar
disjunctions. We find such inter-hemispheric dispersals are
rare, occurring on multi-million-year timescales. High-altitude
tropical populations did not act as trans-equatorial ‘stepping-
stones’, but rather were derived from later dispersal events. All
arrivals to the Antarctic region occurred well before the Last
Glacial Maximum and previous glaciations, suggesting that,
despite the harsh climate during these past glacial maxima,
plants have had a much longer presence in this southern region
than previously thought.
2017 The Authors. Published by the Royal Society under the terms of the Creative Commons
Attribution License http://creativecommons.org/licenses/by/4.0/, which permits unrestricted
use, provided the original author and source are credited.
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1. Introduction
Since the nineteenth century, scientists have been puzzled by the origin and evolution of plants with
disjunct distributions, and particularly with the most extreme pattern of all—bipolar disjunctions [1–3].
Bipolar distributions characterize species occupying high-latitudinal areas of both the Northern (NH)
and Southern Hemispheres (SH), with or without small intermediate populations at higher elevations
in the tropics [4]. The distribution pattern could originate from: (i) long-distance dispersal, either in one
event or gradually, via high-altitude intermediate latitude ‘stepping-stone’ populations, or (ii) vicariance,
with a large ancestral distribution split into smaller units by environmental barriers such as past climate
change (e.g. glaciations, sea-level change) or tectonic events.
As bipolar disjunctions in mosses are common (e.g. approx. 45% of all mosses currently occurring
in the Antarctic are bipolar [5]), they have received much attention in descriptive studies [4–8]. The
disjunction has been suggested to be of post-Pleistocene Holarctic origin, resulting from dispersal along
tropical mountain chains across the tropics [5], from where the taxa were able to colonize many high-
latitude SH areas left barren by receding glaciers. However, few molecular studies have addressed
the question to date. Two recent molecular phylogeographical studies of bryophytes with disjunct
distributions reaching as far south as Tierra del Fuego have suggested the distribution to be due to
dispersal events, either recent (e.g. Cinclidium stygium Sw., no molecular dating but very low variation
between hemispheres [9]) or in the more distant past (e.g. the dung-moss genus Tetraplodon Bruch &
Schimp. dispersed to South America approx. 8.6 Ma [10]). However, the lack of variation in disjunct
populations of C. stygium makes it difficult to distinguish whether the disjunction is natural or caused
by anthropogenic vectors [9], and the dung-associated lifestyle of Tetraplodon makes this moss a likely
candidate for adventitious dispersal via migrating birds [10] (e.g. becoming attached when birds forage
for insects attracted to dung), which might not be a typical characteristic of the majority of bipolar moss
species. In-depth investigations into global patterns of dispersal of bipolar mosses are clearly needed,
including species that are more widespread and have a more typical bryophyte-representative ecology
(i.e. unlike the dung-associated Tetraplodon, see above).
We here obtained the first large-scale global population dataset (n= 255) to explicitly explore the
biogeographic history of several common bipolar mosses; we examined whether their distributions
result from recent inter-hemispheric dispersal events or long-term separation, and assessed the
underlying drivers explaining their distributions. Our study focuses on four common bipolar species
of Polytrichales, an old and distinct group of mosses, including three species from the genus Polytrichum
Hedw. (Polytrichum juniperinum Hedw., Polytrichum strictum Brid. and Polytrichum piliferum Hedw.)
plus one species of a closely related genus, Polytrichastrum alpinum Hedw. We particularly focused on
P. juniperinum, due to its previously observed phenotypic variation throughout its global range [5].
All species occur in higher latitude areas in both hemispheres, with the bulk of their distributions in
the NH. Their SH distributions are more restricted (in absolute area) to the Antarctic region (southern
South America, the Atlantic sub-Antarctic islands and the Antarctic Peninsula), with some species having
additional populations in other SH locations (figure 1; [5]). Although some of the species are sometimes
described as cosmopolitan, according to the most recent global assessment [5], all are bipolar. Polytrichum
strictum is strictly bipolar, whereas the other species also have restricted intermediate populations in
high-altitude equatorial regions, a feature valuable for assessing whether these intermediate populations
have acted as stepping-stones, are remnants of a once wider distribution (vicariance) or the result of
separate colonization events.
2. Material and methods
2.1. Sampling and molecular methods
We sampled 71, 59, 73 and 52 individuals of P. juniperinum, P. strictum, P. piliferum and P. alpinum,
respectively, representing their worldwide distributions (see electronic supplementary material, table S1
for sample information). Total genomic DNA (gDNA) was extracted using the DNeasy Plant Mini Kit
(Qiagen GmbH, Hilden, Germany), using liquid nitrogen and a mortar and pestle. PCR amplification
was performed using the Taq PCR Core Kit (Qiagen GmbH) with addition of bovine serum albumin,
and results were checked using gel electrophoresis. Internal Transcribed Spacer (ITS) regions 1 (636–
1007 bp) and 2 (386–441 bp) were amplified separately using primers ITS-A and ITS-C [11] for ITS 1,
and 5.8S-R [12] and 25R [13], or ITS3 and ITS4 [14] for ITS 2. The plastid spacer trnL-F (455–545 bp)
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Figure 1. Locations of ITS 1+ 2 (red) and ITS 2 only (orange) samples of P. juniperinum (a), P. strictum (b), P. piliferum (c) and P. alpinum
(d). Known global distributions of the different species (shown in green) are reproduced from [5].
was amplified using primers trnLF-c and trnLF-f [15]. An annealing temperature of 60°C was used
for all amplifications. Forward and reverse sequencing was performed by LGC Genomics (Berlin,
Germany).
2.2. Sequence editing and alignment
Forward and reverse sequences were manually examined and assembled using Codoncode Aligner v.
5.0.2 (CodonCode Corp., Dedham, MA, USA). ITS and trnL-F sequences were aligned using PRANK
[16] using default settings, with obvious misaligned sequences re-aligned manually. Short partially
incomplete sections at the ends of each alignment were excluded. In the trnL-F fragment, a previously
identified hairpin-associated inversion known to be highly homoplastic [17] was excluded. The ITS 1 and
2 fragments were combined, and hypervariable regions were identified and removed using NOISY [18]
using default settings, resulting in a reduced alignment with 1614 bp (96.82% of the original 1667 bp).
The number of variable and parsimony informative (PI) sites was calculated using MEGA7 [19].
2.3. Phylogenetic analyses
Polytrichastrum tenellum (Müll. Hal.) G.L. Sm. and Meiotrichum lyallii (Mitt.) G.L. Merr. (Genbank
accessions GU569750 and AF545011, respectively) were chosen as outgroups for trnL-F. Based on the
prior phylogenetic analyses [20,21] which have established sister-group relationships for this family,
P. alpinum was used as an outgroup in the ITS 1+ 2 phylogenetic analyses.
Models of sequence evolution were selected for each locus using jModeltest-2.1.7 [22] using the
SPR tree topology search operation and the Akaike information criterion (AICc). Maximum-likelihood
(ML) analyses were performed for each locus using RAxML-GUI v. 1.3.1 [23], using GTR and GTR+G
for trnL-F and ITS 1+ 2, respectively, applying default settings and estimating support values using
1000 bootstrap iterations. Bayesian analyses were performed for trnL-F and ITS 1+ 2 separately using
MrBayes 3.2 [24], and were run for 1× 106 and 2× 107 million generations, respectively, sampled every
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1.0× 103 generations, discarding the first 25% as burn-in. Convergence was assessed by checking split
frequencies had an average standard deviation of less than 0.01, and by using Tracer v. 1.6 [25] to check all
parameters had effective sample sizes greater than 200. Maximum clade credibility trees were visualized
using FigTree v 1.4.2 (http://tree.bio.ed.ac.uk/software/figtree/).
2.4. Species delimitation
We explored possible species clusters in ITS 1+ 2 within the currently described species by testing
for intraspecific divergence based on pairwise genetic distances using the Automatic Barcode Gap
Discovery (ABGD) web server [26], using default settings. ABGD uses a genetic distance-based approach
based on non-overlapping values of intra- and interspecific genetic distances, sorting the sequences into
hypothetical candidate species.
2.5. Population diversity analyses
To examine the phylogeographical structure within species, TCS networks [27] were produced using
ITS 1+ 2 for each species with Popart [28], using default settings. Because of a greater number of ITS 2
sequences available for P. piliferum and P. alpinum, we calculated additional haplotype networks for ITS 2
only for these species. Genetic diversity indices, pairwise Kimura-2P distances, demographic and spatial
models and neutrality tests Tajima’s D [29] and Fu’s Fs [30] were calculated for ITS 1+ 2 for each species
with 10 000 permutations, using Arlequin v.3.5.1.2 [31]. We also performed these statistical analyses on
various monophyletic clusters within P. juniperinum.
2.6. Molecular dating
Although ITS is a useful marker for investigating population- or species-level variation, it is too variable
to be used directly in a larger dating analysis, including more distantly related species in which
informative fossils can be incorporated. Therefore, to investigate the divergence times of the different
species and populations, we used the following different calibration approaches:
(I) A two-step dating analysis consisting of:
(I1) A larger Polytrichales dataset comprising markers rbcL, trnL-F, rps4, rps4-trnS and nad5 [21].
We included the same fossil priors as in [21], and following [21], we performed analyses
with (I1a) and without (I1b) the taxonomically uncertain fossil Eopolytrichum antiquum
Konopka et al. [21,32,33]. For each analysis, we calculated the age of the split between
P. piliferum/(P. juniperinum+P. strictum).
(I2) The age (and 95% age distribution) of the node (P. piliferum/(P. juniperinum+P. strictum))
from step (I1) was applied as a secondary prior on the same node in the ITS 1+ 2 dataset.
This was done for both ages resulting from step (I1) with (I1a) and without (I1b) the fossil
E. antiquum, resulting in analyses I2a and I2b, respectively.
(II) A dating analysis based on a defined ITS substitution rate (1.35× 10−3 subst. site Myr−3),
previously applied in bryophytes [34,35], but originally derived from angiosperms ([36] and
references therein).
For details regarding settings and priors in the BEAST analyses, see electronic supplementary material,
S1 and figure S4.
2.7. Ancestral range distribution
We used the R-package BioGeoBEARS [37,38] to estimate the probabilities of ancestral area ranges at
each node. This package estimates the maximum likelihood of the geographical range as well as models
for evolution of geographical range along a time-calibrated phylogeny. We tested different models of
dispersal, extinction and/or founder-event speciation (+J [38]) implemented in the script, selecting the
best model using the AICc criterion and the likelihood ratio test. The maximum number of areas per
node was set to five, the same as the number of regions specified in this study.
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3. Results
3.1. Molecular sequence data
Samples were obtained from a broad range of locations for each species within their global distribution
(for ITS 1+ 2 samples, figure 1; for trnL-F samples, see electronic supplementary material, figure S1).
Alignments of ITS 1+ 2 and trnL-F consisted of 448–1007, 386–426 and 455–545 bp, respectively. The
nuclear regions had more genetic variation (after treatment with NOISY [18]: ITS 1= 244 and 220 variable
and parsimony informative (PI) sites, respectively; ITS 2= 72 and 66 variable and PI sites, respectively)
than the trnL-F region (26 variable sites, 25 PI sites), reflecting the fact that ITS is faster evolving than
trnL-F. Within P. piliferum, most intra-species variation occurred within a large indel (approx. 427 bp)
which was found in ITS 1 and is unique to this species. AICc favoured the TPM3uf (nst= 6) model for
trnL-F and TrN+G (nst= 6, rates=gamma) model for ITS1+ 2. A relatively high proportion of double
peaks within ITS 1+ 2 chromatograms of several P. strictum specimens suggested multiple copies of ITS
were present within some individuals of this species, possibly the result of a past hybridization event
(see §3.3).
3.2. Phylogenetic relationships
Bayesian phylogenetic trees based upon analyses of trnL-F and ITS 1+ 2 are shown in figure 2a and b,
respectively, including posterior probabilities (PP) and bootstrap support (see electronic supplementary
material, figures S2 and S3 for ML phylogenies of trnL-F and ITS 1+ 2, respectively). The phylogeny
revealed a topology consistent with current species definitions and relationships [20,21]: P. alpinum was
the most distantly related and, within Polytrichum, P. piliferum was more distantly related than the sister
species P. strictum and P. juniperinum. No topological conflicts were found between Bayesian and ML
analyses at key nodes (only PP are mentioned hereafter).
The ITS 1+ 2 tree (figure 2b) provided well-resolved clades with high support values (PP= 1.00) for all
species. The trnL-F topology (figure 2a) showed high support values (PP= 1.00) for all species except for
P. strictum (PP= 0.66). The species delimitation method ABGD [26] revealed two significant ‘barcoding
gaps’ in ITS 1+ 2 at Prior ‘maximum divergence of intraspecific diversity’ ( pmax) values 0.0017 and
0.0077 (figure 2). At pmax= 0.0077, four groups were identified, consistent with current morphological
species definitions. At pmax=0.0017, five and four distinct groups were identified within P. alpinum and
P. juniperinum, respectively, suggesting greater phylogenetic structure within these two species than is
currently recognized taxonomically.
3.3. Biogeographic patterns within species
Biogeographic patterns within species were interpreted based on the phylogenetic tree topologies (trnL-F
and ITS 1+ 2; figure 2) and structure of haplotype networks (ITS 1+ 2 and ITS 2; figure 3).
Within P. juniperinum, two strongly supported clades (PP= 1.00) with different geographical
distributions were apparent in the ITS 1+ 2 topology (figure 2b). The first clade consisted of SH regions
(hereafter the ‘SH clade’) with several subclades: a monophyletic Australasian subclade (PP= 1.00;
ABGD-cluster PJ 1), a monophyletic subclade including one South African specimen and several low-
latitude South American specimens (PP= 1.00; ABGD-cluster PJ 3) and a non-monophyletic group of
lineages including specimens from Antarctica, the sub-Antarctic and southern South America (with
PP varying from 0.72 to 0.97; defined by ABGD as cluster PJ 2). The second clade (hereafter the ‘bi-
hemispheric’ clade) included multiple early-diverging lineages from the SH (including Australasia and
the Antarctic region; PP= 0.55–1.00), and a large monophyletic subclade (PP= 0.87) with specimens from
the NH as well as a distinct monophyletic group composed of Antarctic and sub-Antarctic specimens
(PP= 1.00). A similar pattern was apparent in the haplotype network (figure 3a), where the two main
(‘SH’ and ‘bi-hemispheric’) clades diverged by 12 mutational steps, with SH specimens on either side.
In contrast with P. juniperinum, the ITS 1+ 2 region within P. strictum revealed multiple chromatogram
peaks in multiple samples, probably due to a duplication of ITS within the species. As ambiguous
positions are not taken into account in the phylogenetic or haplotype analyses, this resulted in an
underrepresentation of the genetic variation, and no strong biogeographic patterns could be inferred
(figure 2b). However, we found that, despite the exclusion of ambiguous sites, several NH specimens
were placed as sister groups to a monophyletic clade of all other (NH and SH) specimens (figure 2b).
The P. strictum haplotype network revealed the highest genetic variation in NH specimens, showing a
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Figure 2. Bayesian phylogenies constructed with (a) plastid marker trnL-F and (b) nuclear marker ITS (1+ 2) for P. alpinum, P. piliferum,
P. strictum and P. juniperinum. PP and bootstrap support are shown next to branches (*conflict between topologies of Bayesian and ML
tree; see electronic supplementary material, figures S1 and S2 for ML phylogenies). Colours refer to different geographical regions (see
map); outgroups are indicated in black. The scale bar represents the mean number of nucleotide substitutions per site. ABGD species
delimitation clusters with different pmax-values are shown in grey next to (b).
single haplotype including both SH and NH specimens, with several NH haplotypes diverging by one
to six mutational steps from the main haplotype (figure 3b). We further explored the genetic diversity
within P. strictum by phasing ambiguous haplotypes into different haplotypes within individuals using
Phase v. 2.1.1 [39,40], applying default options, followed by the same downstream analyses; however this
did not improve phylogenetic resolution (data not shown). Although the phylogeographical history of
P. strictum needs further assessment, the phenomenon of multiple chromatogram peaks is noteworthy in
itself, possibly representing the second known case of ITS paralogy in mosses [41]. The phenomenon is
possibly the result of a past hybridization event in P. strictum, as previously suggested by Bell & Hyvönen
[20]. Similar patterns were not observed in the other study species.
As a greater number of ITS 2 sequences were available in P. piliferum and P. alpinum, we analysed
ITS 1+ 2 and ITS 2 in separate haplotype networks for these species (figure 3d,e). As described, most
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Figure 3. Haplotype network of ITS 1+ 2 of (a) P. juniperinum, (b) P. strictum, (c) sister species P. juniperinum and P. strictum together,
(d) P. piliferum and (e) P. alpinum. Separate haplotype networks of ITS 1+ 2 ((d,e) (i)) and ITS 2 only ((d,e)(ii)) are shown for the last
two species. Haplotype circle sizes correspond to numbers of individuals with the same haplotype (see legend). Branches represent
mutations between haplotypes, with mutations shown as one-step edges or as numbers. Colours refer to the different geographical
regions (see map).
intra-species variation in P. piliferum is located in a 427 bp insertion, which was not found in the other
species. This diversity was therefore masked when it was aligned with the other species for analysis
in a Bayesian phylogenetic framework (figure 2). The ITS 1+ 2 phylogeny (figure 2b) revealed three
weakly resolved monophyletic clusters of NH specimens and placed all SH specimens together in a
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fourth monophyletic group. Similarly, the ITS 1+ 2 and ITS 2 networks of P. piliferum (figure 3d) revealed
multiple clusters, with most genetic variation found between NH specimens. In the ITS 1+ 2 haplotype
network (figure 3d(i)), all SH haplotypes clustered closely together. The ITS 2-only haplotype network
(figure 3d(ii)) showed several distinct haplotypes. One of the main haplotypes included individuals
from the NH and most SH individuals, including all Antarctic and sub-Antarctic specimens. However, a
separate, common haplotype included individuals of the NH as well as a specimen from Chile and two
from South Africa.
The ITS 1+ 2 phylogeny of P. alpinum revealed one genetically divergent NH specimen from North
America at the base of the clade. Remaining specimens were broadly clustered into SH and NH
groups, with the NH group being monophyletic and containing more phylogenetic structure than the
paraphyletic cluster of SH specimens (figure 2b). A greater diversity of NH haplotypes was also found
in both ITS 1+ 2 and ITS 2 networks (figure 3e), which revealed distinct regional NH clusters, while all
SH specimens were grouped closely together.
3.4. Population expansion analyses
Population expansion and neutrality tests to infer the demographic history of each species, as well as
particular monophyletic and ABGD-defined clusters (figure 2b) within P. juniperinum, are shown in
electronic supplementary material, table S2. Demographic and spatial expansion tests did not reject a
null hypothesis of population expansion for any species or population within P. juniperinum (all p-values
were non-significant), supporting possible demographic and spatial expansion in all clusters. An excess
of low-frequency polymorphisms over that expected under neutrality was inferred from significantly
negative Fu’s Fs values [30] for all groups within P. juniperinum. Considering these data in relation to the
haplotype network patterns, the species clade(s) most likely to reflect a past population expansion are the
P. juniperinum ‘bi-hemisphere clade’ and/or ‘Holarctic+ recent Antarctic dispersal event’ clades, which
have significant Fu’s Fs and large negative Tajima’s D values (and low though non-significant p-values)
and a star-shaped haplotype network topology. Mismatch distribution patterns are also consistent with
this possibility (see electronic supplementary material, figure S5). Another species reflecting a possible
past expansion was P. alpinum, the only species with a significant and large negative Tajima’s D value.
3.5. Geographical range probabilities and molecular dating
The ancestral range estimates and molecular dating provided estimates of the diversification, timing
and spatial origins of the inter-hemispheric distribution in each species (figure 4). The ancestral range
estimates under the R-program BioGeoBEARS [38] selected the DEC+ J model of species evolution
(dispersal–extinction–cladogenesis (DEC), implementing a founder-effect component (+J) [38]). The
ancestral area reconstruction suggested the earliest lineages within P. alpinum, P. piliferum and the
ancestor of P. strictum and P. juniperinum were of Holarctic origin (figure 4), and that their SH populations
were the result of NH to SH movements. However, as P. strictum and P. juniperinum diverged, while
the ancestor of P. strictum remained in the Holarctic for several million years further, the ancestor of
P. juniperinum dispersed to the Antarctic region (Antarctic, sub-Antarctic and/or southern S. America).
From here, P. juniperinum diverged into two different clades, and dispersed into Australasia (from
both clades), South Africa and low-latitude regions in South America, as well as the entire Holarctic
region. Subsequently, a separate trans-equatorial dispersal event occurred from the Holarctic back to
the Antarctic region.
Results of all dating analyses are shown in electronic supplementary material, table S3 and figure 4
(only showing two-step dating analyses with (I2a) and without (I2b) the fossil E. antiquum). Applying
the nuclear rate (Method II) resulted in considerably older age estimates than those using the two-step
approach (Method I), with ages almost three times greater than those of the oldest two-step approach
(I2a; including the fossil). Following the dating analysis that provides the most recent divergence time
estimates (I2b; without E. antiquum), all SH migrations occurred within the Pleistocene (P. alpinum,
P. piliferum), Pliocene/Early Pleistocene (initial SH arrival P. juniperinum) and Pleistocene (recent
Holarctic to Antarctic dispersal within P. juniperinum). Ages calculated under I2a (with E. antiquum)
suggested SH migrations to have occurred during the Pleistocene (P. alpinum, P. piliferum), Late
Miocene/Early Pliocene (initial SH arrival P. juniperinum) and Pleistocene (recent Holarctic to Antarctic
dispersal within P. juniperinum). Following the rate analysis (Method II), SH migrations occurred within
the Late Pliocene/Pleistocene (P. alpinum, P. piliferum), Late Oligocene/Early Miocene (initial SH arrival
P. juniperinum) and Pleistocene (recent Holarctic to Antarctic dispersal within P. juniperinum).
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Figure 4. Historical biogeography of four Antarctic Polytrichaceae mosses, highlighting the population history of P. juniperinum. The
maximum clade credibility tree shows the median divergence time estimates calculated with two two-step dating analyses, with (a)
or without (b) including the taxonomically uncertain fossil E. antiquum as a prior. Median ages and 95% height posterior distributions
associated withmajor nodes are presented in electronic supplementarymaterial, table S3. Coloured pie-charts represent ancestral range
probabilities at each node as recovered by the best BioGeoBEARS model. Colours refer to the different geographical regions (see map).
Arrows below the figure represent the time and direction of inter-hemispheric movements of all species excluding P. strictum. NH and
SH represent Northern and Southern Hemispheres, respectively. The black line below each arrow is the branch, and therefore, timeframe
over which the inter-hemispheric movement (according to ancestral range probabilities) was estimated to have occurred (note that 95%
height posterior distribution of these branches is not presented here).
4. Discussion
4.1. Long-distance dispersal as driver of species-level disjunctions
Even with the differences between the various dating analyses, all analyses identified similar outcomes
indicating that the main inter-hemispheric movements occurred on hundred-thousand to multi-million-
year timescales, from the Pleistocene, Pliocene and/or Miocene/Late Oligocene. Divergence times as
calculated here are likely to be underestimated, as there is evidence that substitution rates of mosses
are considerably lower than in vascular plants [42], suggesting that even estimations under the rate
analysis (Method II) may be too recent, and thus divergence events may have occurred further back
in time. Nevertheless, even if underestimated, divergence times between populations are too young to
have derived from continental vicariance (e.g. looking at southern landmasses: New Zealand, Australia
and South America became separated from Antarctica approx. 80 Ma, approx. 35–30 Ma and approx.
30–28 Ma, respectively [43]). Additionally, a situation where North and South American populations
were the result of a connection via the Isthmus of Panama (approx. 15 Ma [44]) is also not supported
by the direction of migration (i.e. northern South American populations of P. juniperinum did not act
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as ‘stepping-stones’ but were derived from separate migrations). It could be that bipolar populations
have derived from climatic vicariance (e.g. temperate populations became separated by unfavourable
conditions across the tropics); however, we find the inter-hemispheric dispersal events have occurred
over much longer timescales than might be expected had such events been associated with, for example,
the last major glaciation (i.e. the Last Glacial Maximum; LGM). Our results therefore support the
hypothesis that long-distance dispersal is the underlying driver for the bipolar disjunctions considered
in these species.
Such long-distance dispersal could have taken place via spores (generally less than 10 µm [5,45] in
these genera) or other propagules, either via wind currents or animal vectors, such as migratory birds.
The patterns observed here clearly illustrate the dispersal abilities of bryophytes yet, even so, major
trans-equator dispersal events have been extremely rare. In P. juniperinum, successful inter-hemispheric
movements appear to have occurred only three times: first, at the split which separated P. juniperinum
from the ancestor of P. strictum+P. juniperinum; second, the SH to NH dispersal event and third, the final
and much more recent NH to SH migration. In P. piliferum, two or more independent trans-equatorial
dispersal events occurred (figure 3d(ii): SH specimens found in two separate clusters; Antarctic/sub-
Antarctic in one, South African in one and Chilean in both). In P. alpinum, all SH specimens were clustered
closely together, suggesting just one NH to SH dispersal event; however, sampling is more limited for
this species. Trans-equatorial dispersals occurred from north to south in all species, and from south to
north in P. juniperinum. Analyses of P. strictum also revealed higher levels of genetic variation in the NH
than the SH, with biogeographic patterns indicating that the species probably originated in the NH, and
subsequently dispersed to the SH.
It should be noted that the biogeographic and population genetic patterns here are inferred based
largely on the variation in the ITS region, a marker widely applied in plant phylogenetics and population
genetics [46]. However, multiple copies have been found within the genome for some species [41,46], as
probably observed here in P. strictum, which can complicate the interpretation of biogeographic patterns
with this marker. Further analysis with additional markers would enhance our understanding of these
population genetic patterns.
4.2. Within-species variation in Polytrichum juniperinum and Polytrichastrum alpinum
The species delimitation analysis identified several clusters within P. juniperinum and P. alpinum, with
genetic differentiation consistent with species-level differentiation (figure 2). Both species are known
to be phenotypically variable throughout their range, prompting classification of several infraspecific
taxa or subspecies (P. juniperinum [47,48] and P. alpinum ([5] and references therein; [49]). Although not
currently recognized through assumed phenotypic plasticity [5], these distinctions regain credence here
based on the variability in the ITS region. How genetic variation in P. juniperinum and P. alpinum is
correlated with phenotypic variation and whether the species’ current classifications should encompass
several subspecies or taxa of higher status requires further study integrating morphological and genetic
approaches.
4.3. No ‘stepping-stone’ dispersal in Polytrichum juniperinum
We found no evidence that intermediate high-elevation populations in the South American tropics or
South Africa in P. juniperinum have acted as ‘stepping-stones’ for inter-hemispheric dispersal. Rather,
these intermediate populations appear to be the result of separate northwards colonization events from
the Antarctic region. Such northward movements could have been facilitated by a temporary lowering
of vegetation zones and treelines during interglacial periods, as has been suggested as a mechanism
to explain the presence of several members of Polytrichaceae in high-elevation areas in tropical South
America (e.g. Polytrichadelphus Müll. Hal (Mitt.) [8]). Genetic evidence for northward dispersal into the
lower latitudes of South America has only been reported before in five families of angiosperm [50], and
once in a hornwort genus [51], but never before in mosses.
4.4. Dispersal out of the Antarctic region
Phylogeographical analyses suggest all the contemporary and disjunct populations within P. juniperinum
originated through dispersal from the Antarctic region, including populations in the South American
tropics and South Africa, Australasia and the Holarctic (figure 4). Two separate migrations from the
Antarctic region to Australasia were apparent, revealing a relatively strong connection between these
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regions, possibly assisted by the strong circumpolar ‘westerly wind’ belt, a link also implied in an SH
aerobiology modelling study [52] and descriptions of bryophyte biogeographic regions [53]. Very little
differentiation was identified across the NH distribution of P. juniperinum (‘Holarctic+ recent Antarctic
dispersal event’ clade; see electronic supplementary material, table S2 and figure S5). This, together
with a significantly negative Fu’s Fs in this clade and star-like haplotype network, suggests a rapid NH
colonization from a single or limited number of northward dispersal events from the SH. Favourable
conditions for this could have been facilitated by the harsh Pleistocene glacial periods in the Holarctic,
which, on ice retreat, left extensive barren areas available for colonization for cold-adapted mosses [8].
4.5. Persistence in Southern Hemisphere glaciated regions
Our divergence time analyses imply P. juniperinum, P. alpinum and P. piliferum all arrived in the Antarctic,
sub-Antarctic and/or southern South America well before the LGM. All these regions are thought to have
experienced extensive glaciations throughout the LGM and previous glacial cycles, although biological
evidence supports the existence of glacial refugia in both southern South America [54] and the Antarctic
[55–57]. Whether Antarctic and sub-Antarctic populations of our study species are of recent (post-LGM)
origin through repeated dispersal events from southern South America, or have persisted in the far south
in situ requires further investigation.
Recent modelling studies [58,59] have highlighted considerably greater dynamism in ice extent
throughout glacial cycles in the Antarctic Peninsula region over the timescales of interest here than
has previously been suspected. Several warmer-than-present interglacials occurred throughout the
Pleistocene [58–61] and Early Pliocene [62], while the increased dynamism apparent in these models may
provide a foundation allowing the persistence of previously unconsidered ice-free regional refugial areas.
Additionally, both P. juniperinum and P. alpinum can often be found growing in geothermally influenced
areas on volcanic Antarctic and sub-Antarctic islands [5,63], which are suggested as possible regional
refugia [64]. Furthermore, recent studies of polar mosses have shown subglacial or within permafrost
survival over several hundred years [65] to millennial timescales [66]. Although such timescales still fall
short of those required for persistence through entire glacial cycles, these studies suggest that mosses
have the potential to survive through at least shorter periods (several centuries) of ice expansion, and
possibly longer periods of unfavourable conditions. Recently, the weedy, cosmopolitan moss Bryum
argenteum Hedw. was suggested to have a multi-million-year Antarctic persistence [67], providing a first
intriguing suggestion that long-term persistence might be a more general feature of today’s Antarctic
flora, and one that is at least consistent with the data presented in this study.
Data accessibility. DNA sequences (as listed in electronic supplementary material, table S1): Genbank accessions
MF180301-MF180632. Data available on the Dryad Digital Repository (http://dx.doi.org/10.5061/dryad.4m35m)
[68].
Authors’ contributions. E.M.B., P.C., J.A.J., K.L., H.G. and J.H. conceived the study; E.M.B. and S.K. carried out the
molecular work; E.M.B., with guidance from J.A.J., conducted the analyses and wrote the manuscript. All authors
made significant contributions to the manuscript.
Competing interests. We declare we have no competing interests.
Funding. This study was funded by a Natural Environment Research Council (NERC) PhD studentship (ref.
NE/K50094X/1) to E.M.B. and NERC core funding to the BAS Biodiversity, Evolution and Adaptation Team.
This paper also contributes to the Scientific Committee on Antarctic Research ‘State of the Antarctic Ecosystem’
programme.
Acknowledgements. We thank Bart van de Vijver and the curators of herbaria AAS, BR, H, TUR, TROM, L and BOL
for providing sample material, Jessica Royles and Dominic Hodgson for fresh samples, Dirk de Beer for taxonomic
validation, the British Antarctic Survey (BAS), Instituto Antartico Chileno (INACH) and Scientific Expedition Edgeøya
Spitsbergen (SEES) expedition for logistic support, Laura Gerrish (BAS) for preparing figure 1 and electronic
supplementary material, figure S1, Neil Bell for the xml files of their study [21] and three anonymous reviewers
for their helpful comments.
References
1. Darwin C. 1859 On the origin of species by means of
natural selection. London, UK: John Murray.
2. von Humboldt A. 1817 De distributione geographica
plantarum secundum coeli temperiem et altitudinem
montium prolegomena. Paris, France: Libraria
Graeco-Latino-Germanica.
3. Wallace AR. 1880 Island life: the phenomena and
causes of insular faunas and floras. London, UK:
McMillan and Co.
4. Rietz GED. 1940 Problems of bipolar plant
distribution. Acta Phytogeogr. Suec. 13,
215–282.
5. Ochyra R, Smith RIL, Bednarek-Ochyra H. 2008 The
illustrated moss flora of Antarctica. Cambridge, UK:
Cambridge University Press.
6. Schofield WB. 1974 Bipolar disjunctive mosses in the
Southern Hemisphere, with particular reference
to New Zealand. J. Hattori Bot. Lab. 38, 13–32.
 on July 25, 2017http://rsos.royalsocietypublishing.org/Downloaded from 
12
rsos.royalsocietypublishing.org
R.Soc.opensci.4:170147
................................................
7. Schofield WB, Crum HA. 1972 Disjunctions in
bryophytes. Ann. Mo. Bot. Gard. 59, 174–202.
(doi:10.2307/2394752)
8. Smith GL. 1972 Continental drift and the distribution
of Polytrichaceae. J. Hattori Bot. Lab. 35, 41–49.
9. Piñeiro R, Popp M, Hassel K, Listl D, Westergaard KB,
Flatberg KI, Stenøien HK, Brochmann C. 2012
Circumarctic dispersal and long-distance
colonization of South America: the moss genus
Cinclidium. J. Biogeogr. 39, 2041–2051.
(doi:10.1111/j.1365-2699.2012.02765.x)
10. Lewis LR, Rozzi R, Goffinet B. 2014 Direct
long-distance dispersal shapes a NewWorld
amphitropical disjunction in the dispersal-limited
dung moss Tetraplodon (Bryopsida: Splachnaceae).
J. Biogeogr. 41, 2385–2395. (doi:10.1111/jbi.12385)
11. Blattner FR. 1999 Direct amplification of the entire
ITS region from poorly preserved plant material
using recombinant PCR. Biotechniques 27,
1180–1186.
12. Shaw AJ. 2000 Phylogeny of the Sphagnopsida
based on chloroplast and nuclear DNA sequences.
Bryologist 103, 277–306. (doi:10.1639/0007-2745
(2000)103[0277:POTSBO]2.0.CO;2)
13. Stech M. 1999Molekulare Systematik haplolepider
Laubmoose (Dicrananae, Bryopsida). Berlin,
Germany: Freie Universität Berlin.
14. White TJ, Bruns T, Lee SJWT, Taylor JW. 1990
Amplification and direct sequencing of fungal
ribosomal RNA genes for phylogenetics. In PCR
protocols: a guide to methods and applications
(eds MA Innis, DH Gelfand, JJ Sninsky, TJ White),
pp. 315–322. New York, NY: Academic Press.
15. Taberlet P, Gielly L, Pautou G, Bouvet J. 1991
Universal primers for amplification of three
non-coding regions of chloroplast DNA. Plant Mol.
Biol. 17, 1105–1109. (doi:10.1007/BF00037152)
16. Löytynoja A, Goldman N. 2008 Phylogeny-aware
gap placement prevents errors in sequence
alignment and evolutionary analysis. Science 320,
1632–1635. (doi:10.1126/science.1158395)
17. Quandt D, Stech M. 2004 Molecular evolution of the
trnTUGU-trnFGAA region in bryophytes. Plant Biol.
6, 545–554. (doi:10.1055/s-2004-821144)
18. Dress AW, Flamm C, Fritzsch G, Grunewald S, Kruspe
M, Prohaska SJ, Stadler PF. 2008 Noisy:
identification of problematic columns in multiple
sequence alignments. Algorithms Mol. Biol. 3, 7.
(doi:10.1186/1748-7188-3-7)
19. Kumar S, Stecher G, Tamura K. 2016 MEGA7:
molecular evolutionary genetics analysis version 7.0
for bigger datasets.Mol. Biol. Evol. 33, 1870–1874.
(doi:10.1093/molbev/msw054)
20. Bell NE, Hyvönen J. 2010 Phylogeny of the moss
class Polytrichopsida (Bryophyta): generic-level
structure and incongruent gene trees.Mol. Biol.
Evol. 55, 381–398.
21. Bell NE, Kariyawasam IU, Hedderson TAJ, Hyvönen
J. 2015 Delongia gen. nov., a new genus of
Polytrichaceae (Bryophyta) with two disjunct
species in East Africa and the Himalaya. Taxon. 64,
893–910. (doi:10.12705/645.2)
22. Darriba D, Taboada GL, Doallo R, Posada D. 2012
jModelTest 2: more models, new heuristics and
parallel computing. Nat. Methods 9, 772.
(doi:10.1038/nmeth.2109)
23. Silvestro D, Michalak I. 2012 raxmlGUI: a graphical
front-end for RAxML. Org. Divers. Evol. 12, 335–337.
(doi:10.1007/s13127-011-0056-0)
24. Ronquist F, Teslenko M, van der Mark P, Ayres DL,
Darling A, Hohna S, Larget B, Liu L, Suchard MA,
Huelsenbeck JP. 2012 MrBayes 3.2: efficient
Bayesian phylogenetic inference and model choice
across a large model space. Syst. Biol. 61, 539–542.
(doi:10.1093/sysbio/sys029)
25. Rambaut A, Suchard MA, Xie D, Drummond AJ. 2014
Tracer v1. 6. See http://beast.bio.ed.ac.uk/Tracer
2014.
26. Puillandre N, Lambert A, Brouillet S, Achaz G. 2012
ABGD, Automatic Barcode Gap Discovery for
primary species delimitation.Mol. Ecol. 21,
1864–1877. (doi:10.1111/j.1365-294X.2011.05239.x)
27. Clement M, Posada D, Crandall K. 2000 TCS: a
computer program to estimate gene genealogies.
Mol. Ecol. 9, 1657–1660. (doi:10.1046/j.1365-294x.
2000.01020.x)
28. Leigh JW, Bryant D. 2015 popart: full-feature
software for haplotype network construction.
Methods Ecol. Evol. 6, 1110–1116. (doi:10.1111/2041-
210X.12410)
29. Tajima F. 1989 The effect of change in population
size on DNA polymorphism. Genetics 123, 597–601.
30. Fu YX. 1997 Statistical tests of neutrality of
mutations against population growth, hitchhiking
and background selection. Genetics 147, 915–925.
31. Excoffier L, Lischer HE. 2010 Arlequin suite v3.5: a
new series of programs to perform population
genetics analyses under Linux andWindows.Mol.
Ecol. Resour. 10, 564–567. (doi:10.1111/j.1755-0998.
2010.02847.x)
32. Konopka AS, Herendeen PS, Merrill GLS, Crane PR.
1997 Sporophytes and gametophytes of
Polytrichaceae from the Campanian (Late
Cretaceous) of Georgia, USA. Int. J. Plant Sci. 158,
489–499. (doi:10.1086/297459)
33. Hyvönen J, Koskinen S, Merrill GL, Hedderson TA,
Stenroos S. 2004 Phylogeny of the Polytrichales
(Bryophyta) based on simultaneous analysis of
molecular andmorphological data.Mol. Phylogenet.
Evol. 31, 915–928. (doi:10.1016/j.ympev.2003.11.003)
34. Hartmann FA, Wilson R, Gradstein SR, Schneider H,
Heinrichs J. 2006 Testing hypotheses on species
delimitations and disjunctions in the liverwort
Bryopteris (Jungermanniopsida: Lejeuneaceae). Int.
J. Plant Sci. 167, 1205–1214. (doi:10.1086/508023)
35. Lang AS, Bocksberger G, Stech M. 2015 Phylogeny
and species delimitations in European Dicranum
(Dicranaceae, Bryophyta) inferred from nuclear and
plastid DNA.Mol. Phylogenet. Evol. 92, 217–225.
(doi:10.1016/j.ympev.2015.06.019)
36. Les DH, Crawford DJ, Kimball RT, Moody ML,
Landolt E. 2003 Biogeography of discontinuously
distributed hydrophytes: a molecular appraisal of
intercontinental disjunctions. Int. J. Plant Sci. 164,
917–932. (doi:10.1086/378650)
37. R Core Team. 2015 R: A language and environment
for statistical computing. Vienna, Austria: R
Foundation for Statistical Computing.
38. Matzke NJ. 2014 Model selection in historical
biogeography reveals that founder-event speciation
is a crucial process in Island clades. Syst. Biol. 63,
951–970. (doi:10.1093/sysbio/syu056)
39. Stephens M, Donnelly P. 2003 A comparison of
Bayesian methods for haplotype reconstruction
from population genotype data. Am. J. Hum. Genet.
73, 1162–1169. (doi:10.1086/379378)
40. Stephens M, Smith NJ, Donnelly P. 2001 A new
statistical method for haplotype reconstruction
from population data. Am. J. Hum. Genet. 68,
978–989. (doi:10.1086/319501)
41. Košnar J, Herbstová M, Kolář F, Koutecký P, Kučera J.
2012 A case study of intragenomic ITS variation in
bryophytes: assessment of gene flow and role of
polyploidy in the origin of European taxa of the
Tortula muralis (Musci: Pottiaceae) complex. Taxon
61, 709–720.
42. Stenøien HK. 2008 Slowmolecular evolution in 18S
rDNA, rbcL and nad5 genes of mosses compared
with higher plants. J. Evol. Biol. 21, 566–571.
(doi:10.1111/j.1420-9101.2007.01479.x)
43. Trewick SA, Paterson AM, Campbell HJ. 2007 Guest
editorial: hello New Zealand. J. Biogeogr. 34, 1–6.
(doi:10.1111/j.1365-2699.2006.01643.x)
44. Montes C, Cardona A, McFadden R, Morón S, Silva C,
Restrepo-Moreno S, Ramírez D, Hoyos N, Wilson J,
Farris D. 2012 Evidence for middle Eocene and
younger land emergence in central Panama:
implications for Isthmus closure. Geol. Soc. Am. Bull.
124, 780–799. (doi:10.1130/B30528.1)
45. Convey P, Smith RIL. 1993 Investment in sexual
reproduction by Antarctic mosses. Oikos 68,
293–302. (doi:10.2307/3544842)
46. Poczai P, Hyvönen J. 2010 Nuclear ribosomal spacer
regions in plant phylogenetics: problems and
prospects.Mol. Biol. Rep. 37, 1897–1912.
(doi:10.1007/s11033-009-9630-3)
47. Papp C. 1933 Contribution à la Monographie du
Polytrichum juniperinumWilld. Rev. Bryol. 6,
154–170.
48. Walther K. 1934 Untersuchungen über die
Variabilität innerhalb des Formenkreises von
Polytrichum juniperinumWilld. Ann. Bryol. 7,
121–156.
49. Yli-Rekola M. 1980 Infraspecific variation of
Polytrichastrum alpinum (Musci, Polytrichaceae).
I. Comparison of multivariate methods. Ann. Bot.
Fenn. 17, 277–291.
50. Chacón J, de Assis MC, Meerow AW, Renner SS. 2012
From East Gondwana to Central America: historical
biogeography of the Alstroemeriaceae. J. Biogeogr.
39, 1806–1818. (doi:10.1111/j.1365-2699.
2012.02749.x)
51. Villarreal JC, Renner SS. 2014 A review of
molecular-clock calibrations and substitution rates
in liverworts, mosses, and hornworts, and a
timeframe for a taxonomically cleaned-up genus
Nothoceros.Mol. Phylogenet. Evol. 78, 25–35.
(doi:10.1016/j.ympev.2014.04.014)
52. Muñoz J, Felicísimo ÁM, Cabezas F, Burgaz AR,
Martínez I. 2004 Wind as a long-distance dispersal
vehicle in the Southern Hemisphere. Science 304,
1144–1147. (doi:10.1126/science.1095210)
53. Schofield WB. 1992 Bryophyte distribution patterns.
In Bryophytes and lichens in a changing environment
(eds JW Bates, AM Farmer). Oxford, UK: Clarendon
Press.
54. Sersic AN, Cosacov A, Cocucci AA, Johnson LA,
Pozner R, Avila LJ, Sites Jr J, Morando M. 2011
Emerging phylogeographical patterns of plants and
terrestrial vertebrates from Patagonia. Biol. J. Linn.
Soc. 103, 475–494. (doi:10.1111/j.1095-8312.2011.
01656.x)
55. Convey P, Gibson JA, Hillenbrand CD, Hodgson DA,
Pugh PJ, Smellie JL, Stevens MI. 2008 Antarctic
terrestrial life—challenging the history of the
frozen continent? Biol. Rev. 83, 103–117.
(doi:10.1111/j.1469-185X.2008.00034.x)
 on July 25, 2017http://rsos.royalsocietypublishing.org/Downloaded from 
13
rsos.royalsocietypublishing.org
R.Soc.opensci.4:170147
................................................
56. Convey P, Bindschadler R, Di Prisco G, Fahrbach E,
Gutt J, Hodgson DA, Mayewski PA, Summerhayes
CP, Turner J. 2009 Antarctic climate change and the
environment. Antarct. Sci. 21, 541–563. (doi:10.1017/
S0954102009990642)
57. Pugh PJA, Convey P. 2008 Surviving out in the cold:
Antarctic endemic invertebrates and their refugia.
J. Biogeogr. 35, 2176–2186. (doi:10.1111/j.1365-2699.
2008.01953.x)
58. DeConto RM, Pollard D. 2016 Contribution of
Antarctica to past and future sea-level rise. Nature.
531, 591–597. (doi:10.1038/nature17145)
59. Pollard D, DeConto RM. 2009 Modelling West
Antarctic ice sheet growth and collapse through
the past five million years. Nature 458, 329–332.
(doi:10.1038/nature07809)
60. Naish T et al. 2009 Obliquity-paced Pliocene West
Antarctic ice sheet oscillations. Nature 458,
322–328. (doi:10.1038/nature07867)
61. Scherer RP, Bohaty SM, Dunbar RB, Esper O, Flores
JA, Gersonde R, Harwood DM, Roberts AP, Taviani
M. 2008 Antarctic records of precession-paced
insolation-driven warming during early Pleistocene
Marine Isotope Stage 31. Geophys. Res. Lett. 35,
L03505. (doi:10.1029/2007GL032254)
62. De Schepper S, Gibbard PL, Salzmann U, Ehlers J.
2014 A global synthesis of the marine and terrestrial
evidence for glaciation during the Pliocene Epoch.
Earth Sci. Rev. 135, 83–102. (doi:10.1016/j.earscirev.
2014.04.003)
63. Convey P, Smith RIL. 2006 Geothermal bryophyte
habitats in the South Sandwich Islands, maritime
Antarctic. J. Veg. Sci. 17, 529–538. (doi:10.1111/
j.1654-1103.2006.tb02474.x)
64. Fraser CI, Terauds A, Smellie J, Convey P, Chown SL.
2014 Geothermal activity helps life survive glacial
cycles. Proc. Natl Acad. Sci. USA 111, 5634–5639.
(doi:10.1073/pnas.1321437111)
65. La Farge C, Williams KH, England JH. 2013
Regeneration of Little Ice Age bryophytes emerging
from a polar glacier with implications of totipotency
in extreme environments. Proc. Natl Acad. Sci. USA
110, 9839–9844. (doi:10.1073/pnas.1304199110)
66. Roads E, Longton RE, Convey P. 2014 Millennial
timescale regeneration in a moss from Antarctica.
Curr. Biol. 24, R222–223. (doi:10.1016/j.cub.2014.
01.053)
67. Pisa S, Biersma EM, Convey P, Patiño J,
Vanderpoorten A, Werner O, Ros RM. 2014 The
cosmopolitan moss Bryum argenteum in Antarctica:
recent colonisation or in situ survival? Pol. Biol. 37,
1469–1477. (doi:10.1007/s00300-014-1537-3)
68. Biersma EM, Jackson JK, Hyvönen J, Koskinen S,
Linse K, Griffiths H, Convey P. 2017 Data from: Global
Biogeographic Patterns in Bipolar Moss Species.
Dryad Digital Repository. (doi:10.5061/dryad.
4m35m)
 on July 25, 2017http://rsos.royalsocietypublishing.org/Downloaded from 
